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Serbia and Montenegro is the most recent country to have joined the European integration processes in the Western Balkan region. War has troubled this country for more than ten recent years. Post-war conditions have been as severe as those during the war and include poverty and a lack of new, highly sophisticated technologies and trained professionals as well as appropriate organisation of the health services.
Knowledge of the molecular basis of hereditary disorders has greatly expanded during the last ten years and the principle of genetic testing has been introduced into the clinical practice of Western countries. In these countries, with the USA being among the first, genetic testing for known germline mutations associated with high lifetime cancer risk, for example those involved in familial adenomatous polyposis, introduced the use of consensus data into medical practice. Simultaneously, inventories (maps) of hereditary disorders with frequency and spectra of gene mutations causing particular hereditary diseases were constructed in the majority of European countries. The delay in transition and European integration of our country has reflected also on the status of the investigation of hereditary disorders, including hereditary breast and ovarian cancer (HBOC), resulting in the fact that our country is currently without such a national inventory of its hereditary disorders.
Breast cancer is one of the most common cancers diagnosed in women worldwide and a leading cause of female cancer-related death, despite improvements made in the field of risk factor definition, early detection, diagnostics and treatment of the disease. In central and south-eastern European countries, incidence and mortality trends also show an increment, due to recent changes in risk factors (smoking, age at menarche, age at first pregnancy, oestrogen intake, etc.). In Serbia and Montenegro, breast cancer is the most frequent malignancy and the leading cause of cancer-related death in females as well, with a reported mortality rate of 16.9 (ASR w ) in the year 2000 [1] . The majority of families included in our bank are represented by one family member only. Generally, relatives of breast/ovarian cancer patients refuse to be tested -in part because of insufficient awareness of genetic testing and in part because of lack of appropriate procedures for risk reduction (only invasive prevention strategies such as prophylactic surgery demonstrate relevant results in risk reduction). We are also faced with the problem that our people are generally suspicious of new health interventions, especially when they concern genetics. Because of that, during the last year, we have tried to educate our primary care physicians through a series of lectures on hereditary cancer syndromes. A similar educational programme is being developed for lay persons.
So far, complete sequencing of the BRCA1 coding region has been performed in 44 samples. Five mutations were detected in the examined group ( Figure  1 ). The presence of 4 known mutations, previously detected elsewhere, has been shown: 185delAG, 3447del4, 5382insC (detected twice) and C61G. The frequency of mutations was 11%, indicating that the examined group was predominantly composed of one or two case families.
Our preliminary investigation found BRCA 1 mutations in 5 families: three in site-specific breast cancer families, one in a breast/ovarian cancer family and one in a family with ovarian cancer only. All identified mutations, except one, were frameshift mutations. Family and molecular data are summarised in Table 1 .
As in all countries in transition with very limited resources, the introduction of highly sophisticated and very expensive laboratory techniques into clinical practice is always questionable. Due to the lack of hot spots or recurrent mutations in the majority of geographical areas, except in countries with reproductive isolation such as for example Israel and Iceland, direct sequencing of the entire coding region of both BRCA genes is strongly recommended for BRCA analysis. The exception to this rule appears to be Poland where only 3 recurrent mutations represent 90% of all BRCA1 mutation carriers [5] . In countries, such as ours, without identified founder mutations, whole gene analysis is recommended, which would make population-based screening expensive. We therefore have to answer the difficult question of whether in our country with limited resources it would be wiser to try to identify our recurrent mutations, even if they are not as highly recurrent as for example in Israel and Poland, and to offer testing for these recurring mutations to a large population, or to offer sequencing of the entire coding region of the gene, which is more precise and covers all mutations, to a highly selected population. For our country, this question cannot yet be easily answered due to the lack of population-based studies of hereditary breast and ovarian cancer patients and missing follow-up data of BRCA mutation carriers.
Identification of BRCA mutation carriers, establishment of spectra and frequency of BRCA mutations, especially in breast cancer patients, together with long-term follow-up of mutation carriers, should allow research on the factors affecting penetrance of BRCA gene mutations. Further, systemic BRCA analysis will enable introduction of clinical management for mutation carriers into the clinical practice of Serbia and Montenegro, resulting in real benefit for this highly vulnerable part of the population.
